ABSTRACT Here, we report the draft whole-genome sequence of Bacillus lehensis M136, isolated from a hyperalkaline spring located in Pangasinan, Philippines. From 24 scaffolds, the total genome assembly length is 3,985,437 bp. Industrially important genes like cyclodextrin glycosyltransferase (CGTase) and proteases were detected in this draft genome.
and the Rapid Annotations using Subsystems Technology (RAST) version 2 RASTtk pipeline (11, 12) .
The B. lehensis M136 genome was found to contain 24 scaffolds and 29 contigs, including 5 gaps, for a total of 3,985,437 bp and a 39.8% GϩC content (N 50 , 846,478 bp; coverage, 216ϫ). Based on MiGA, the genome was found to be most similar to the genome of Bacillus lehensis G1 NZ (CP003923) (99.12% average nucleotide identity [ANI]), which was used in the contig reordering.
The NCBI PGAP predicted 3,923 protein-coding sequences, 14 rRNAs, 72 tRNAs, and 5 noncoding RNAs (ncRNAs). RASTtk annotation revealed the presence of genes for industrially important enzymes like CGTase (EC 2.4.1.19) and several proteases in this draft genome of B. lehensis M136.
Data availability. The genome sequence of Bacillus lehensis M136 has been deposited at DDBJ/ENA/GenBank under the accession number RQRY00000000 and SRA accession number PRJNA506874. The version described in this paper is version RQRY01000000.
